). Once those were collapsed, we had 40 unique strains, 55% of which were from the 74 four species that cause 95% of candidiasis infections (Figure 2 ). The species isolated most was 75 P. kudriavzevii, making up 25% (n = 10) of our isolates of opportunistic pathogenic species that 76 were isolated from non-clinical settings several times across a wide range of environments, 77 including fermentations, soil, and fruits (1, 18). Its prevalence in our environmental isolations is 78 consistent with previous studies. isolated from non-clinical settings. It is unknown whether these species are actively growing in 82 these environments, but these non-clinical environments could potentially act as a secondary 83 niche for these species. Furthermore, these environments could be an additional source of 84 contact between these species and their primary hosts, potentially as the organism passes 85 between hosts. To determine whether pathogenic yeasts were associated with particular non-86 clinical environments, we classified our samples in two ways. We used a more general 87 description of whether it was isolated from plants, soil, or fungi; and then, when the specific 88 information was available, a more specific description of the substrate (e.g. fruits, leaves, sand) 89 was given. This method was used to determine whether specific parts of a substrate were more 90 important for pathogenic yeasts than others.
samples across the United States of America, we isolated 54 strains of budding yeast species 15 considered opportunistic pathogens, including Candida albicans and Candida (Nakaseomyces) 16 glabrata. We found that, as a group, pathogenic yeasts were positively associated with fruits 17 and soil environments, while the species Pichia kudriavzevii (syn. Candida krusei syn.
18
Issatchenkia orientalis) had a significant association with plants. These results suggest that 19 pathogenic yeast ecology is more complex and diverse than is currently appreciated and raises 20 the possibility that these additional environments could be a point of contact for human 21 infections.
23

Importance
24
We isolated several opportunistic pathogenic species of yeasts from the subphylum 25 Saccharomycotina from multiple non-clinical environments across the United States of America.
26
Among those strains isolated, over 50% represent the most common opportunistic pathogens. Table S1 ). Recently and 67 independently, three strains of C. albicans were isolated from oak bark in New Forest in the 68 United Kingdom (13). Collectively, these results suggest that pathogenic yeast ecology is more 69 complex and diverse than is currently appreciated and raises the possibility that these 70 additional environments could be a point of contact for infections. 71 The strains we isolated came from 40 different samples; in 14 cases, multiple strains of a 72 single species were isolated from a single sample, often from different isolation temperatures 73 (Table S1 ). Once those were collapsed, we had 40 unique strains, 55% of which were from the 74 four species that cause 95% of candidiasis infections (Figure 2 ). The species isolated most was 75 P. kudriavzevii, making up 25% (n = 10) of our isolates of opportunistic pathogenic species that 76 were isolated from non-clinical settings several times across a wide range of environments, 77 including fermentations, soil, and fruits (1, 18). Its prevalence in our environmental isolations is 78 consistent with previous studies. clinical environments, we classified our samples in two ways. We used a more general 87 description of whether it was isolated from plants, soil, or fungi; and then, when the specific 88 information was available, a more specific description of the substrate (e.g. fruits, leaves, sand) 89 was given. This method was used to determine whether specific parts of a substrate were more 90 important for pathogenic yeasts than others. 91 Samples varied significantly in terms of the number of species isolated from an 92 environment (Table S1 ). Across all species with multiple isolation events, species were not Table S4 ). We detected no other significant associations among substrates at the 96 general descriptive level for the other species in our data. 97 Due to the smaller sample sizes at the specific descriptive levels for our substrates, we 98 did not test for associations between them and species. However, at this level, our 99 opportunistic pathogen isolates collectively exhibited significant associations with fruits (p adj. = 100 0.021) and soil (p adj. < 0.001) ( Figure 2B , Table S5 ). The association between fruits and our 101 isolates was most likely driven by our P. kudriavzevii isolates, which were, in our more general We removed strains from our analyses that were isolated from areas that are highly 120 trafficked by humans, such as samples that were isolated from compost piles. We collapsed 121 multiple strains isolated from the same sample (including when isolated at different 122 temperatures) to one representative strain since the strains may be closely related. We 123 determined positive associations using modified methods previously described (3). All analyses value is the average value from the randomized data (n = 1000). 
